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Sequences producing significant alignments: 

(Click headers to sort columns} 



Transcripts 



gl j 113722118 |NM._000372 . 4 



Si 1 1488 068 60 j KR_00 3 5 7 1.1 



9 4SC J27 w£ Vlll " 2 



Homo sapiens tyrosinase 
{oculocutaneous albinism IA) 
(tyr) , mm< 



Homo sapiens protein 
i pept idyiproiyi cis/ trans 
isoroerase) NIMA- interacting, • 
iparvulio} pseudogene 
;loc?2S75S) on chromosome 15 



42.1 42.1 100% 0.005 100% |||f| 

32 .2 12. 2 7 6% 4.7 i'66% J^j] 



Homo saj 



*i.>-t 2 : : * 5 ^ loot -1 



gi [ 14150142 j NM_03234? - 1 ' 



gi I 6S50S003 'j iSM." 024426. 3 



r n f l > ■ 

397 {ZNF397), mRNA I 



iWT.i), transcript variant D, 



2 32. 2' "7 6% 4 .7 -00* 



0i I 6550790? j:NM„024425 . 2 



Komo sapiens Ki ims tumor 1 32,2 32.2 '>6% 4 . ■ - 

<WT1}, transcript variant C, f# 



STi j 55507816 1 1^024424 . 2 



Komo sapiens Wilms turner "1 
Wtl), transcript variant 8, 



32.2 32. 2 "76% 4 ? i-x* 



gi | 65507713 j '^O0C378 . 3 



^ « . y , , - j!~s ( 1 
<WT1), transcript variant A, 



32 ."2"'32'"2"76% 4.7 100% : 



Sri'l 98986451 |jsra„02307 5. T" 



Homo sapiens 

metallophosphoesterase 1 
!MPP£i> . m!iI5A 



"30.2 30.2 71% 19 



gi 1464889 5- i 



" - 1 > - i 1 1 2 ^ . , 1 0 '> ' 

beta and omega) receptor 1 i 

( IFKAR1 ; , rr0y*A 1 

?iiS238 fi 53!>S_0C1014797,l m - „ t " i , " -x o ^ > j joo% ' 

conductance calcium-activated § 
channel, subfamily m, alpha 



member 1 (KCNKAi; , transenct 
variant 1, mRWA 



Si i 26638S49 }aM„002247 .2 



9i j 243 07 98 2 1 SM_0 ISO S 0.1 
gi 56549110 m 00 00823 



*c - ' h .atr 't . l ' Pi 130% 

conductance calcium-activated fm 
channel, subfamily M, alpha 
member 1 (XCNMal) , 
variant 2, mRK'A 

Homo s v i ens XIAAOO 82' 
(KTAA0082), mRKA 



30.2 30.2 71% 19 100% |Tf 
rin (OPTO}, 30.2 30.2 7.1% 13 100* 



gi 1 565M1G8 1 MML.00X00«312 . 1 - > turin {OPTJ3} , 3 . . j-j.2 ~ i'f. 9 

transcript variant 3 .. mam |f# 



Genomic seq y e nc&s [show first] 



gi { 157812179 {MW_001838029 . 2 Homo sapiens chromosome li 



42.1 122 100% 0.005 100% 
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Alignments 



>gi j 113722X18 1 r«f |88L000372 . 4 | E sarucnr tyrosinase {oculocutaneous albinis 

. .•■ ■ h=:2082 



osinase {oculocutaneous albinism IAS [Homo sapiens] 

Score = 42.1 bits {21), Expect - Q . 005 
Identities = 21/21 (100%), Gaos « 0/21 (0%) 
SCrand^Plus/Pius 

Query .1 AATCCTCG&AACC ATG AC AAA 21 

sbict 980 aat ; xtggAAac:MtgaMaa 1000 

>gi 1 148S0C860 |r«f jM*_003371 . 1 j S3 Homo sapiens protein (peptidylprolyl cis/ trans isom 
4^ (p&rvulia) peeudogene {LOC728758} on chromosome 

Length* 23 6 6 

GKNS IBs 728758 hCG_17 89710 | protein (peptidylprolyl cis /trans isomerase) 
PIMA- ;.nreract :.ng , 4 iparvuiir;.! pseusogane [Homo s-upiensi 
{ 1 0 v c) 

Score * 32.2 bits {16!, Sxpeet a 4.7 

C -P^ - 3/16 (0%) 

St rand*F lus /Minus 
Query 3 TCCTGGAAACCATGAC 18 
Sbjct 2 52 TCCTGgIaACCATGAC 237 

4809273 |ref |HM„0011S4.2 j ISP s a iexa fc ANXfl > nRK 

Lengch-1630 

Score » 32,2 bits (16) , Expect * 4.7 

- {0%} 

SI d Mu P- f5U:5 
Query 3 TCCTGGAAACCATGAC 18 

Sbjct 1021 1006 

>ST± 1 14150142 jref j«H_Q32347 . 1 1 . E2I' J Homo sapiens zinc finger protein 397 (ZNF397), to 
Length=143 9 

mm Xt>t 84307 ZNP397 j sine finger protein 397 [Koao sapiens] 
(10 i LPicd links) 

Score = 3 2.2 bits {16), Expect - 4.7 



ast/BIast cgi 
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:<,,,-ue. 10 7^413 <: EXHIBITS 

St ran d - P i us / PI a s 
Query 1 AATCCTGGAAACCATG 16 
Sbjct 659 / CTG TATG 674 

>gi | €5508003 | r«£ |«HL_024426. 3 I rE331 HOBiO sapiens Wilms tumor 1 imi) . transcript var 
Length -3029 

GENS IBs 7490 WT2 | Wilms tumor .1 [Homo sapiens] (Over 100 PubMed links) 

Score = 32.2 bits {16 5, Expect = 4.7 

i s : ; 6/16 0 0 %) , C s.ps - 0/16 -0%) 
Strand^PIus/Minus 

Out" y 6 

Sb ■) c t 



>gi j 65507*07 j rs* j H&L.02442S . 2 j iSL > <.acie ; 'tit- > u.nrv 1 {mi) , transcript var 

Pength-29?8 

SKNB IDs 7490 M | Wilms tumor 1 [Homo sapiens] (Over 100 PubMed links) 

Score - 32.2 bits [16), Expect = 4.7 
Identities * 15/16 (100%) . Gaps = 0/15 (0%) 
St ;•*:•=• Minus 

Query 6 TGQ &AACC ATG AC AAA 21 

Sbjct 2141 TGG&mCCATGACAAA 2126 

>tfi { 65507818 }*«fj8«L024424. 2 | OHISE] Homo saoiens Wilms tumor I (WTl) , transcript va^- 
l,en.gt.h==3020 

GES5E IDs 7430 W51 j Wilms tumor 1 [Homo sapiens] {Over 100 PubMed links) 

Score - 32,2 bits (16), Expect = 4.7 
Identities - 16/16 (100%), Gaps * 0/16 (0%) 
Strand==Pius/Kinus 

Query {j TGdAAaCCA/'GACAAA 21 

Sbjct 2183 TGGAAACCATCACAaI 2168 

>STi | 65507713 | ref | KHL00Q378 . 3 1 % GO - o sapiens Wilms tumoi 1 (WTl) transcript var 
Length=29S3 

GEKE l»; 7430 | Wilms tumor 1 fHomo sapiens] (Over 100 PubMed links) 

Score = 32.2 bits (16), Expect: = 4,7 
Identities: = 16/16 (200%), G*ps = 0/16 .'0%'. 
Strand^ Pl.us/Minus 

Query 6 TGOAAACCATGACAAA 21 

Sbjct 2132 TokJicCA^GAciii 2117 

>«1 1 98*86451 1 r*£ |SML023O75 .4 f OHSISI Homo sapiens metalloohosphoeste.ra.se 1 {M.PPE1} , m 
Lengt h*2806 



Score = 3 0.2 bits (15), Expect = 



hitp://www.ncbi.nlm.nih.gov f '1jks0'Biasf..cgi 
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Query 5 CTGGAAACCATGACA 19 

" i 1 CTGGAAACC/VrGAOA "" > 
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